rDNA sequences were extracted from 1,524 Pseudomonas isolates with core-genome sequences. Clustering based on 99% or 97% sequence identity of the v3-v4 region of the 16S rDNA is compared to an ML core genome phylogenetic tree. Colors indicate group, ranked by abundance. The most abundant group corresponds to OTU5 (Bordeaux color), with clustering at 99% sequence identity being more consistent with the core genome tree than 97% clustering. Fig. 1f. (a) Pairwise divergences between 25 randomly selected OTU5 genomes and a single representative reference genome from each of 51 Pseudomonas species were calculated using mash (Ondov et al., 2016) . OTU5 strains share the greatest sequence similarity with P. viridiflava, differing on average by 2.6%. (b) A Neighbour-joining tree (Saitou and Nei, 1987) was constructed from the pairwise distances, again demonstrating the relatedness of OTU5 to P. viridiflava. Table S2 . Genes annotated in plant-associated pathways and amino acid sequence of flg22 variants in OTU5. Related to Fig. 6 . Top: The listed genes (right column) were custom-annotated in each of the genomes to ascertain the presence of the listed pathway (left column). Bottom: Left column lists the genome from which flg22 sequence was extracted. OTU5 encodes two major variants of flg22, one similar to a P. floridae genotype, and the other to a P. viridiflava genotype. cfa1, cfa2, cfa3, cfa4, cfa5, cfa6, cfa7, cfa8, cfa9, cmaA, cmaB, cmaC, cmaD, cmaE, cmaT 
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